inspected by gel electrophoresis. Before first strand synthesis, RNA was digested with RNase-free DNase I (TaKaRa, Dalian, China) to remove potential traces of genomic DNA and then used as a template to amplify selected genes using the primers listed in Table S1 . cDNA synthesis and PCR were accomplished using AMV and Ex-Taq DNA polymerase (TaKaRa), respectively. PCR was performed with a thermal cycler using the following parameters: 94°C for 35 s, 52°C for 30 s, and 72°C for 30 s. The amplification products were analyzed in 1.2% agarose gels. The 16S rRNA gene of X. oryzae was used as an internal control to normalize cDNA loading levels.
Methods S3: Affinity measurements by microscale thermophoresis (MST)
In addition to EMSA, microscale thermophoresis (MST) was used to evaluate the interaction of Tal7 and AvrXa7 with the promoter regions of three rice genes (Os09g29100, Os12g42970, and Os11N3). MST was performed using a Monolith NT.115 (NanoTemper Technologies GmbH, Munich, Germany). LED power was set at 20, 40 or 80% and IR laser power was 40 or 80%. The promoter regions of the three rice genes were located 200 bp upstream from the translational start codon and were amplified from rice Nipponbare genomic DNA using primers sets 09g-F/09g-R,12g-F/12g-R and 11N3-F/11N3-R (Supplemental Table S2 ). Primers 09g-F, 12g-F and 11N3-F were synthesized and 5'-FAM-labeled by Generay Biotechnology Co.
(Shanghai, China). A series of 16 AvrXa7 and Tal7 protein solutions were prepared by consecutive 2-fold dilution from an initial concentration of 10 µM. Protein solutions and dsDNA (20 fM) were mixed 1:1 v/v, incubated at room temperature for 20 min, and loaded into silica capillaries. Measurements were performed at 25°C in MST optimized buffer [50 mM Tris (pH 7.4) with 150 mM NaCl, 10 mM MgCl 2 and 0.05% (v/v) Tween-20]. Dissociation contants (K d ) were calculated using MO. Affinity Analysis Software (NanoTemper Technologies GmbH).
Data were analysed using Origin v. 8.5 software (www.originlab.com).
Methods S4: Construction avrXa7 together with avrRxo1 or xopO
To express avrXa7 together with avrRxo1 or xopO, the coding regions with native promoters of avrRxo1 or XopO were amplified from strain RS105 with the primers avrRxo1-orfF/avrRxo1-orfF or xopO-orfF/xopO-orfR (Supplemental Table S2 ) containing a SacI site at the 5' and 3' termini. After sequence verification, the fragments were cloned to pAvrXa7 at SacI site, generating the chimeric constructs pavrXa7A and pavrXa7X (Supplemental Table 1 ), where A and X represent avrRxo1 and XopO, respectively. These constructs were then transformed into strains YNB0-17 and RS105 by electroporation with a Gene Pulser II according to the manufacturer's protocol (Bio-Rad, USA). Table S1-S2:   Table S1 Bacterial strains and plasmids used in this study. The avrRxo1 and xopO genes were cloned in pavrXa7, producing pavrXa7A and pavrXa7X.
Supporting information
Strains containing pUFR034 (empty vector, lane 1) or avrXa7 (lane 2) were used as negative controls. The 16S rRNA gene was used as an internal control to verify the cDNA quantity in samples. (d) Co-expression of avrRxo1 or xopO with avrXa7 does not inhibit avrXa7-Xa7 mediated ETI in Xoc YNB0-17. Xoc strains containing the plasmid constructs were inoculated to seedlings of rice line IRBB7. Water-soaked symptoms indicate susceptibility to Xoc and dark-brown necrotic regions represent an HR and resistance to Xoc. Photos were taken 3 dpi.
The experiment was repeated twice with similar results.
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